with a precursor mass tolerance of +/-1 Da and requiring fully digested peptides with up to three mis-cleavages, carbamidomethylcysteine as a fixed modification and oxidized methionine and phosphorylated serine, threonine and tyrosine as variable modifications. Final search filtering criteria required peptide identifications to have a precursor mass tolerance of +/-3 ppm from theoretical, dCn >0.08, XCorr values of >1.5, >1.8, and >2 for +1, +2, and +3 charge state ions, respectively. Shown are the sites of Vps41 that showed phospho-modification (P) for mock or Yck3 conditions. Figure 3B . Liposome clustering assays of protein-free liposomes, or proteoliposomes carrying Ypt7p in its GTP or GDP form, were performed with either HOPS (A), phosphorylated HOPS (B), or HOPS buffer (C); see main manuscript for details. Statistical analysis was performed with KaleidaGraph version 3.6 (Synergy Software, Reading, PA). 
